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ABSTRACT 
Communication is key in successful collaborations between theoretical and experimental life scientists. In our line of work 
we integrate physiological and systems-level data of cell factories with constraint-based modeling approaches to predict 
suitable targets for metabolic engineering. The most important step in this process is the discourse and prioritization of 
strategies with the people that actually implement them. Having worked with a particular host organism for many years, 
experimentalists can often discard strategies based on previous experience or feasibility. Counterintuitive solutions, which 
are often very interesting from a patenting and biological perspective, require a detailed explanation to convince 
experimentalists to be worthwhile pursuing. Interactive pathway visualizations have turned out to be tremendously helpful 
in this context. So far, we have used the high-level programming environment Mathematica and an open source 
metabolic modeling package (MASS Toolbox) to quickly prototype maps and other interactive widgets. In the long term, 
we would like to make those publicly accessible using open web technologies. 
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